This article contains data related to the research article entitled "Novel approach for accurate minute DNA quantification on microvolumetric solutions" (Carvalho et al., 2018) . The combination of PicoGreen s with a microvolume fluorospectrometer is a popular DNA quantification method due to its high sensitivity and minimal consumption of sample, being commonly used to evaluate the performance of microfluidic devices designed for DNA purification. In this study, the authors present data related with the effect of DNA fragmentation level. The present data article includes the data used on the precision evaluation, in terms of repeatability, of the mathematical models developed to obtain the standards curve for salmon sperm DNA (low molecular weight). In addition, results related with the effect of some compounds on the DNA quantification accuracy using λDNA are presented.
Specifications

Value of the data
The data presented here shows the effect of DNA fragmentation on the results of DNA quantification with PicoGreen s and NanoDrop 3300.
Three mathematical models were used, adjusted and compared in terms of accuracy and precision for the quantification of fragmented DNA.
We present as well data of the DNA quantification measurements using λDNA as standard, showing the influence of compounds commonly used in silica-based microscale Solid Phase Extraction (mSPE) methods for DNA purification.
This data will help other researchers to evaluate their DNA quantification results and to choose the best adjustment depending on their type of sample.
Data
The dataset of this article provides information on the quantification of high molecular weight DNA, using λDNA solutions, versus fragmented DNA, using salmon sperm DNA. Fig. 1 shows the standard curve obtained using λDNA solutions, while Fig. 2 shows the standard curve for the same DNA concentration range (0-1000 ng mL -1 ) obtained using salmon sperm DNA, including the different tested adjustments for the data obtained. Three mathematical models were developed and compared with the equipment's software, being evaluated in terms of accuracy and precision in order to find a curve that would fit better the standards data for this type of fragmented DNA. The evaluation of precision, in terms of repeatability of the DNA quantification, was performed by testing 10 different assays. The results obtained using the three mathematical models are detailed in Table 1 . The model based on weighted least squares regression, allows the quantification of samples with concentrations down to 75 ng mL -1 with %RSD lower than 20% for concentrations from 75 to 300 ng mL -1 and lower than 10% for concentrations from 300 to 1000 ng mL -1 . The least squares regression showed a %RSD lower than 30% and lower than 11%, while the weighted ridge regression showed a %RSD lower than 25% and lower than 10% for the same concentration ranges, respectively.
In the present data article the influence of some compounds commonly used in mSPE-based methods on the accuracy of the quantification method was evaluated using λDNA solutions, which is a much larger DNA compared to the salmon sperm DNA tested and it is frequently used for the optimization of DNA purification devices. As represented in Fig. 3 , the effect of each compound on the fluorescence signal was tested using different λDNA concentrations. The percent errors calculated for each condition are described in Table 2 .
Experimental design, materials and methods
Experimental design
In this data article the influence of the DNA fragmentation level on the PicoGreen s fluorescence signal was evaluated by testing two types of DNA with different sizes: Bacteriophage λDNA (48502 bp) and low molecular weight salmon sperm DNA (r 300 bp). The standard curves required for DNA quantification were obtained using NanoDrop 3300 software and compared for both DNA types. Regarding the salmon sperm DNA, the three mathematical models described in the related research article [1] (least squares, weighted least squares and weighted ridge regressions) were implemented, being these curves compared with the one obtained using NanoDrop 3300 software. In order to evaluate the precision of these mathematical models under varied conditions, in terms of 
Table 2
Percent Errors calculated from the study of the influence of some compounds on the PicoGreen assay using λDNA samples.
repeatability, a total of 10 assays were performed and the relative standard deviation (% RSD) was calculated as an indication of precision regarding variations from assay to assay. The influence of some compounds commonly used in DNA extraction and purification protocols was also evaluated using λDNA solutions, which is a type of DNA commonly used for the optimization of microfluidic devices for DNA purification. Percent errors were calculated as an indication of effect of these compounds on the accuracy of the quantification method, in a sense of bias.
Materials
The data was obtained using bacteriophage λDNA (cIind 1 ts857 Sam7) (Alfagene s , Carcavelos, Portugal) and low molecular weight salmon sperm DNA (Sigma-Aldrich s , St. Louis, MO, US). The fluorescence signal of the different DNA solutions prepared was acquired using Quant-iT TM PicoGreen s dsDNA Assay kit (Molecular probes Inc., Eugene, USA) in combination with NanoDrop 3300
(Thermo Scientific™, Waltham, MA, US). The influence of some compounds commonly used in DNA extraction and purification protocols was evaluated using solutions of Tris-Hydrochloride (Tris-HCl), ethylenediaminetetraacetic acid (EDTA), Tris-base, guanidine thiocyanate (GuSCN), glycine, sodium chloride (NaCl), potassium chloride (KCl), ethanol, isopropanol, Triton X-100, Tween-20 and sodium dodecyl sulfate (SDS) prepared with different concentrations, as described in Table 2 .
DNA quantification method
The DNA quantification was performed using NanoDrop 3300 and PicoGreen s fluorescence. This quantification method requires a standard curve in order to correlate the emitted fluorescence with the dsDNA concentration of the samples. The standard curve was obtained by measuring the fluorescence signal of serially diluted dsDNA solutions with concentrations from 0 to 1000 ng mL -1 in buffer TE 1 Â . For each assay a fresh PicoGreen s working solution was prepared by mixing 5 mL of the dye stock with 995 mL of buffer TE 1 Â . The standard dilutions and the samples were mixed with the working solution in a volume ratio of 1:1 in a total of 20 mL. After 5 min, these solutions were measured to obtain the respective fluorescence signals.
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